Reverse transcription-quantitative real-time PCR (qRT-PCR)
Cells were collected from above treatment method and total RNA was extracted from the treated cells using TRIzol reagent (Invitrogen, Life Technologies, and Grand Island, NY) and chloroform, followed by a purification with isopropanol precipitation and washed with 70% ethanol [1, 2] . The integrity of the RNA was checked with an RNA 6000 Nano Assay kit and 2100 Bioanalyzer (Agilent Technologies, Santa Clara, CA). For miRNA detection, 100 ng total RNA was reverse transcribed into cDNA using specific primers designed for miRNA analysis (Applied Biosystems, Foster City, CA). The mRNA expression of genes were analyzed by qPCR using specific primers sequences as described [3] in supplementary Table  S1 . Expression of miR-205 was determined by qPCR using the Taqman PCR master mixture (no AmpErase UNG) and specific primers designed for detection of mature miRNAs (Applied Biosystems). The expression of miRNA was normalized with U6snRNA (endogenous control). Relative gene expression values were determined by the ΔΔCt method. The expression of E-Cadherin, MMP-2, and MMP-9 was normalized to GAPDH, which was the endogenous reference in the corresponding samples, and relative to the untreated control cells. The primers for this assay was designed considering a previous report [4] . Table S1 . Primer sequence of miR 205 and its downstream related proteins. 
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